In the original report, methylation of the MLH1 promoter was detected in a small proportion of the FACS-sorted spermatozoa from male individual TT, who harbored a soma-wide MLH1 epimutation. To determine whether the MLH1 methylation detected was, in fact, due to residual somatically derived DNA, we reassessed the original spermatozoa sample using two methodologies, but this time, we included methylation analysis of the imprinted control gene SNRPN, which is unmethylated in spermatozoa cells 1 .
Irrespective of molecular technique, the level of allelic methylation of SNRPN marginally exceeded that of MLH1 in the original spermatozoa sample from individual TT. These new data indicate that the MLH1 methylation previously reported in the spermatozoa of subject TT is most likely an artifact, attributable to a low level of contamination of the sample with either somatic cells or free DNA derived from somatic cells. In a second spermatozoa sample, no MLH1 methylation was detected at all. These new data alter the original interpretation that incomplete resetting of the epigenetic mark on MLH1 had occurred in a proportion of TT's spermatozoa and suggest instead that reversal is complete in the actual gametes. 
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